Distributions of methylation levels within genes partitioned by different expression levels. Genes were firstly classified into non-expressed (FPKM value < 0.1) and expressed genes (FPKM value > 0.1). Then, the expressed genes were further divided into quintiles based on expression levels: 1 st _quintile is the lowest and 5 th _quintile is the highest. Flanking regions were the same length as the gene body (middle region). CK: Control; 400: 400 μM 5azaC-treated callus; TSS: transcription start site; TTS: transcription termination site.
Supplementary Figure 4
Expression analysis of DNA methylation-associated genes in response to 5azaC treatment. ** indicates a significant difference at P <0.01.
Supplementary Figure 5
The fold change values of 15 randomly selected DEGs (8 up-regulated and 7 down-regulated genes) detected by qRT-PCR were highly correlated with the RNA-seq data (R 2 =0.79).
Supplementary Figure 6
The Mapman bin analysis of DEGs involved in "Secondary metabolism" and "Ubiquitin dependent degradation" among CK vs 400 and 400 vs TR.
Supplementary Figure 7
The analysis of peroxidase genes expression levels and enzyme activities in CK, 400 and TR callus. ** indicates a significant difference at P <0.01.
Supplementary Figure 8
The changes in callus primary metabolites in response to 5azaC treatments by GC-MS analysis. Supplementary Figure 9 The intersections of differentially methylated genes (DMGs) and differentially expressed genes (DEGs).
Supplementary Figure 10
The changes in ABA contents of WT callus in response to 5azaC treatment. (Arabidopsis thaliana, At2g44990); (B) Sequence alignment of CCD1 proteins. The CCD1 protein sequences were aligned by CLUSTALW2 and adjusted using Genedoc software.
Supplementary

Supplementary Figure 13
The methylation analysis of M2 and M3 regions located in the CpCCD1 promoter and first exon.
